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Antibodies
Antibodies used

Figure 1b can be accessed on the cellxgene platform (https://cellxgene.cziscience.com/e/krasnow_lab_human_lung_cell_atlas_10x-1-remixed.cxg/). The source
data underlying Figs 1d, 2a-b, 3a-f, 4a-e, 5a-b, 5d-e, 6b-f, 7a, 7c-d and Supplementary Figures 2, 3a-b, 6a-b, 7, 8, 10b, and 11a are provided as a Source Data file. No
additional dataset has been generated in the current study.

Code availability

Scripts used to perform processing and generate figures can be found at https://github.com/scho75/RNA-seq-data-mining-analysis.

Sample sizes were not predetermined based on statistical methods, but were chosen according to the standards of the field (at least three
independent biological replicates for each condition), which generated a sufficient statistics for the effect sizes of interest.

No data were excluded.

All studies performed by RT-qPCR or reporter assay were conducted with three independent experiments and the p-value of each experiment
is provided by Student's t-test. For immunofluorescence analysis, 16 to 60 cells per group were counted and represented as a bar graph with a
p-value by Student's t-test. For the quantification of the Western blot band shown in Fig. 5e, three independent experiments were conducted
and the band intensity was quantified using ImageJ software. The average band intensity was shown with a bar graph.

No randomization was necessary for this study because investigators were comparing designed samples under well controlled conditions (e.g.
mock vs infected or Empty vector control vs effector protein encoding vector). No human or animal subjects were used in the study.
Randomization is not generally used in this field.

Investigators were not blinded. Blinding during collection was not needed because conditions were well controlled. Blinding is also not
necessary because the results are quantitative and did not require subjective judgment or interpretation. Blinding is not typically used in the
field.

anti-FLAG antibody (Sigma), Clone: M2, Cat#: F3165-1MG

anti-HA antibody (BioLegend), Clone: 16B12, Cat#: 901513

anti-TBK1 antibody (Cell Signaling), Clone: E8I3G, Cat#: 38066

anti-phospho-TBK1 antibody (Cell Signaling), Clone: D52C2, Cat#: 5483

anti-STAT1 antibody (Cell Signaling), Clone: D1K9Y, Cat#: 14994

anti-phospho-STAT1 antibody (Cell Signaling), Clone: 58D6, Cat#: 9167

anti-SARS-CoV-2 N antibody (GeneTex), Clone: polyclonal, Cat#: GTX135357

anti-GFP antibody (Proteintech), Clone: 1E10H7, Cat#: 66002-1-Ig

anti-Lamin B1 (Cell Signaling), Clone: D9V6H, Cat#: 13435

anti-Tubulin (Proteintech), Clone: polyclonal, Cat#: 11224-1-AP




